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Methods & Materials: In this study ticks were sampled from
restrainedanimalhosts (livestockandwildlife), classiﬁed to species
and processed in pools of up to 8 ticks per pool. Virus screening
was performed by cell culture using Vero cells and RT-PCR. Posi-
tive cases were subjected to 454 sequencing. Phylogenetic analysis
was carried out to determine the evolutionary relationships of our
isolates.
Results: Among other viruses, WNV was isolated from a pool
of Rhipicephalus pulchellus. Sequence data is available in gene bank
and this forms the focusof this report. Comparative analysiswith27
different WNV strains from other regions revealed that our isolate
belongs to lineage 1.
Conclusion: Overall, phylogenetic analysis based on nucleotide
sequences showed that although genetically distinct, the WNV
strain obtained in this study clustered relatively closely to virus iso-
lates fromRussia, Europe and theUnited States belonging to lineage
1 of WNV. To our knowledge, this is the ﬁrst documented isola-
tion of WNV from Rhipicephalus pulchellus. It is plausible that wild
migratory birds may have dispersed these lineages among these
continents through tick vectors.
http://dx.doi.org/10.1016/j.ijid.2014.03.899
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Background: Although genetic drift/reassortment seems to
occur frequently in the Bunyaviridae family, the epidemiological
consequences of these evolutionary events are poorly under-
stood. Moreover, these viruses have been isolated from a range
of mosquito species but the actual role of the associated mosquito
species in themaintenance, transmission and evolution of the virus
in the environment remains unclear. Our objective was to under-
stand the dynamics of circulation, reassortment and transmission
of Bunyamwera and Ngari viruses in Kenya.
Methods & Materials: Selected Bunyamwera and Ngari virus
isolates from previous surveillance exercises in Kenya were cul-
tured in Vero cells to prepare viral stocks. Total RNA was isolated
from culture and speciﬁc primers designed against the genome
segments using Bunyamwera/Batai virus sequences in Genebank.
Sequencing was performed in ABI 3700 genetic analyzer and phy-
logenetic analysis using MEGA v5.2. Sequences were compared
with selectedmembers of theOrthobunyavirus genus isolated from
different geographical locations. For vector competence, female
mosquitoes were exposed to blood-virus mixture (1010 Pfu/ml).
Engorged mosquitoes were transferred to clean cages and main-
tained with sucrose solution at 28oC for 14 days. A sub-set of
experimental mosquitoes were killed by freezing at days 7 and 14
and virus assayed in both legs and body separately by plaque assay.
Results: We identiﬁed isolates of both viruses which were rela-
tively conserved regardless of the species or region of isolationwith
the Kenyan Ngari isolates clustering closest with the Ngari strains
associatedwith the1997-1998hemorrhagic fever outbreaks in East
Africa. Aedes aegypti was refractory to Ngari virus but susceptible
to Bunyamwera virus and could be a competent vector for Bun-
yamwera virus. Anopheles gambiae was susceptible to both Ngari
and Bunyamwera viruses but lower dissemination rates for the
later. This may have been possibly due to genetic reassortment and
warrants further investigation. Thishasmajor implication in lightof
continued animal trade and travel especially into malaria endemic
regions where Anopheles gambiae is more prevalent.
Conclusion: Our results underscore the need to continually
monitor emergent arboviral genotypes circulating within partic-
ular regions as well as vectors mediating these transmissions in
order to preempt and prevent their adverse effects.
http://dx.doi.org/10.1016/j.ijid.2014.03.900
Type: Poster Presentation
Final Abstract Number: 51.033
Session: Emerging Infectious Diseases




Clostridiumdifﬁcile in infectious disease hospital
N. Ion Nedelcu1,∗, E. Ceausu2, P.I. Calistru1
1 “Dr. Victor Babes” Infectious and Tropical Diseases
Hospital, Bucharest, Romania
2 Hospital of Infectious and Tropical Disease Victor
Babes, Bucharest, Romania
Background: In our hospital, an 500 beds infection diseases
clinic, admissions of cases of Clostridium difﬁcile enteritis (CDE)
commenced to increase consistently starting with mid of 2011; in
response to this contactprecautionswere implementedandhealth-
care workers were trained but these interventions didn’t totally
prevented intrahospital transmission of spores and appearance of
nosocomial Clostridium difﬁcile enteritis.
Methods & Materials: We attempted to discover predictors for
nosocomial CDE in our hospital
We conducted a retrospective chart review of all patients con-
secutively discharged from hospital between August 2011 and July
2012, if one of the ﬁnal diagnosis was Clostridium difﬁcile enteritis
(Code ICD – 10: A04.7). Data collected and entered in an Epi Info
data base were: age, gender, duration of hospital stays, outcome,
ICU residence and Charlson comorbidy index (CCI). A case of noso-
comial CDE was deﬁned as a patient with onset of diarrheic (3 3
unformed stools per day) after 48hours from hospital admission
and with a positive test for Clostridium difﬁcile toxin.
Results: During the selected time interval the prevalence
of nosocomial CDE was 18,8% (37/197). Univariate analysis: (a)
excluded as risk factors (p > 0.05) the following variables: age >
70 years, the male gender and a CCI > 6 and (b) retained as risk
factors the followings: a longer (≥ 17 days) stay in hospital (p <
0001), a fatal outcome (p < 0.005) and an installment in ICU (p
< 0.0001). Later on the logistic regression revealed as risk factors
independently associated (predictors) to nosocomial CDE only two
variables: longer hospital stay (OR: 4.31; 95%CI: 1.87 – 9.89; p
= 0.0006) and ICU residence (OR: 4.70; 95%CI: 1.76 – 12.55; p =
0.0020.)
